Simultaneous, parental RNA interference (pRNAi) mediated knockdown of Hedgehog and Decapentaplegic (Dpp) signaling components, Pt-patched (Pt-ptc) and Pt-dpp, respectively, exhibited serious defects in the formation of the major embryonic axes in the model spider Parasteatoda tepidariorum. This paper describes a dataset of a custom oligonucleotide two-color microarray analysis that was carried out to compare the transcript expression levels between untreated (normal) and Pt-ptc þ Pt-dpp double pRNAi embryos at late stage 5. Array spots that showed the intensity ratio of [Pt-ptc þ Pt-dpp double pRNAi]/[normal] <0.6 were categorized as positive. The expressions of most, not all, of the transcripts related to the positive array spots were examined in embryos by whole-mount in situ hybridization. Some of the stained embryos showed distinct patterns of gene expression. The data presented may be useful for characterizing the mechanisms of embryonic patterning in spider embryos.
Data
We obtained embryos that showed serious defects in axis formation and extra-embryonic differentiation caused by simultaneous, parental RNA interference (pRNAi) mediated knockdown of Pt-patched (Pt-ptc) and Pt-decapentaplegic (Pt-dpp) (Movie S1), as was predictable from results of our previous experiments [1, 2] . In Pt-ptc þ Pt-dpp double pRNAi embryos, the migration of cumulus mesenchymal cells was impaired as observed in Pt-ptc single pRNAi embryos but no ectopic extra-embryonic differentiation occurred unlike in the Pt-ptc single pRNAi embryos [2] .
Specifications Table   Subject Developmental Biology Specific subject area Axis formation in animal embryos Type of data Value of the Data These data are useful for identifying the candidate genes whose expression is regulated by Hh and/or Dpp signaling in P. tepidariorum embryos. These data are informative for researchers who are interested in mechanisms of axis formation in animal embryos and/or those of pattern formation mediated by cell signaling pathways. These data can be used for discovering novel regulatory networks of genes involved in embryonic patterning. This was presumably due to the simultaneous knockdown of Pt-dpp, which has been shown to be involved in the induction of extra-embryonic differentiation [1] . Using Combimatrix custom microarrays previously described [3] , we compared the levels of the transcript expressions between untreated (normal) and Pt-ptc þ Pt-dpp double pRNAi embryos at late stage 5. The microarray dataset deposited in the GEO Database at NCBI (GSE112435) consists of a data Table 1 . Array spots that showed the intensity ratio of [Pt-ptc þ Pt-dpp double pRNAi]/[normal] < 0.6 were categorized as positive, and are listed in Table 2 . Additional information about the control and positive array spots, including probe sequences, gene models, gene accessions, and notes based on the previously described developmental transcriptomes [4] , is available in Supplementary Tables 1 and 2 (Tables  S1 and S2 ), respectively. The expressions of most, not all, of the transcripts related to the positive array spots were examined in embryos by whole-mount in situ hybridization (Table S2) . Some of the stained embryos showed distinct patterns of gene expression, which were photographed and are displayed in Fig. 1 . The original images are available in the Mendeley data repository [5] a Expression of the transcripts related to the EST clones indicated by asterisks (*) was examined by whole-mount in situ hybridization (see Fig. 1 ). Fig. 1 . Staining of stage 5¡8 embryos for selected transcripts by WISH. The identity of EST clones that were used for the synthesis of RNA probes is indicated in each panel. Some panels show stage 5 embryos additionally stained in red for a cumulus cell marker (cm).
